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Exhibit 4, an Estimated DNA Analysis Workload 
Worksheet, can be used to help predict the labor 
and material resources required for the DNA 
analysis. 

Currently, most forensic DNA laboratories are 
proficient in STR analysis, proven to be a powerful 
tool in many mass fatality incidents since the 
1990s. For example, DNA identifications in three 
airline disasters—Swiss International Air Lines 

flight 111 (September 2, 1998), Alaska Airlines 
flight 261 (January 31, 2000), and American 
Airlines flight 587 (November 12, 2001)—were 
made exclusively with STRs; no other technolo­
gies were needed to identify every victim. 

STRs are particularly informative on well-
preserved soft tissue and bone samples. Analysis 
of the compromised remains after the WTC 
attacks demonstrated that STRs also work with 

Exhibit 4: Estimated DNA Analysis Workload Worksheet 

Human Remains 

1.	 Enter the estimated number of victims. ______________ 

2. 	Enter the estimated average fragmentation per victim. 
(For airline disasters, this value usually ranges between 
five and eight; ten is a conservative estimate.) ______________ 

3. 	 Expected number of human remains to analyze. 
Multiply lines 1 and 2. ______________ 

4. 	 Total number of human remains to analyze, including rework. 
Multiply line 3 by the number 1.2. ______________ 

Personal Items 

5. 	Enter the estimated number of personal items collected 
per victim (typically between five and eight). ______________ 

6. 	 Expected number of personal items to collect, store, and track. 
Multiply lines 1 and 5. ______________ 

7. Enter the estimated number of personal items to be analyzed 
per victim (typically between two and four). ______________ 

8. 	 Expected number of personal items to analyze. 
Multiply lines 1 and 7. ______________ 

9. 	 Total number of personal items to analyze, including rework and 
quality control. 
Multiply line 8 by the number 1.25.	 ______________ 

Kinship Samples 

10. Enter the estimated number of biological relatives per victim 
(typically between three and four). ______________ 

11. Expected number of kinship swabs to analyze. 
Multiply lines 1 and 10. ______________ 

12. Expected number of kinship swabs to collect, store, and track. 
Multiply line 11 by the number of swabs collected (between two and six). ______________ 
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